[Phylogenetic relations of closely related species of Mustelidae. Interspecies variability of localization of restriction sites of BamHI-repeats].
The patterns of blot-hybridization of cloned BamHI repeats to genome DNAs were applied for estimation of phylogenetic relationships of closely related species (Mustela (L.) lutreola, M. (P.) putorius, M. (K.) sibirica, M. (M.) erminea, M. (L.) vision, Vormela peregusna). On the basis of information about interspecific distribution of the blot-hybridization bands (+, -) of BamHI repeats, phylogenetic tree was constructed, after selection of compatible characters, which revealed essential rate ununiformity during mustelids' evolution.